
Genome-wide Selective Sweeps in Natural Bacterial Populations 
Revealed by Time-series Metagenomics 

 
Leong-Keat Chan1, Matthew L. Bendall1, Stephanie Malfatti1, Patrick Schwientek1, Julien Tremblay1, 
Wendy Schackwitz1, Joel Martin1, Amrita pati1, Brian Bushnell1, Brian Foster1, Dongwan Kang1, 
Susannah G. Tringe1, Stefan Bertilsson2, Mary Ann Moran3, Ashley Shade4, Ryan J. Newton5, Sarah 
Stevens6, Katherine D. McMahon6, and Rex R. Malmstrom1 

 
1DOE Joint Genome Institute, 2Uppsala University, 3University of Georgia, 4Vale University 
5University of Wisconsin-Milwaukee,  6 University of Wisconsin-Madison 
 

 
June 2014 

 
The work conducted by the U.S. Department of Energy Joint Genome Institute is supported by the 

Office of Science of the U.S. Department of Energy under Contract No. DE-AC02-05CH11231 
 

LBNL-xxxxxx 
 

DISCLAIMER 

This document was prepared as an account of work sponsored by the United States Government. 
While this document is believed to contain correct information, neither the United States 
Government nor any agency thereof, nor The Regents of the University of California, nor any of 
their employees, makes any warranty, express or implied, or assumes any legal responsibility for 
the accuracy, completeness, or usefulness of any information, apparatus, product, or process 
disclosed, or represents that its use would not infringe privately owned rights. Reference herein to 
any specific commercial product, process, or service by its trade name, trademark, manufacturer, or 
otherwise, does not necessarily constitute or imply its endorsement, recommendation, or favoring 
by the United States Government or any agency thereof, or The Regents of the University of 
California. The views and opinions of authors expressed herein do not necessarily state or reflect 
those of the United States Government or any agency thereof or The Regents of the University of 
California. 

 


